tail fiber assembly (CDS_0029) Menshen__NsnC_2726213746 (CDS_0037) Cox-like excisionase and repressor (CDS_0044)
tail fiber protein (CDS_0028) MTase_l1_00141 Type (CDS_0034) dehydrogenase (CDS_0039) DS-34__DS-34A (CDS_0043)
27 | 30 31 32 dehydrogenase (CDS_0033) 35Menshen__NsnB (CDS_0036) 40 41 42 | 45 46 47
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IMGVR_UViG_646862349 000006|646862349(646862360[211993- 254632 20,452-40,458 (+)
Menshen_ NsnC_2726213746 (CDS_0037)

MTase_l1_00141 Type (CDS_0034) dehydrogenase (CDS_0038)
dehydrogenase (CDS_0033) 35Menshen_NsnB (CDS_0036) 89 40 41
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IMGVR_UViG_2531839209 000005|2531839209|2531876596|50422- 91855 20,452-39,252 (+)
Menshen_ NsnC_2726213746 (CDS_0038)

Menshen_NsnB (CDS_0037)

MTase_l1_00141 Type (CDS_0034) dehydrogenase (CDS_0039)

dehydrogenase (CDS_0033) 35 36 | 40 41 42
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IMGVR_UViG_2630968975_000006|2630968975|2631038458|4- 41442 20,457-39,257 (+)

Menshen_NsnB (CDS_0037)
MTase_l1_00141 Type (CDS_0034) dehydrogenase (CDS_0040)
dehydrogenase (CDS_0033) 35 36 38 39 41 42 43

I
IMGVR_UViG_2617271316_000005(2617271316|2617365255|4- 41435 20,452-39,250 (+)
dehydrogenase (CDS_0035)
dehydrogenase (CDS_0033) 34 36 37 38

I ;] _____;_§ [ __§ |
IMGVR_UViG_647000335_000005|647000335[647011806|43069-80201: 20,452-34,951 (+)
Menshen_NsnC_2726213746 (CDS_0038)
transposase (CDS_0039)
MTase_I1_00141 Type (CDS_0035) dehydrogenase (CDS_0041)

tail fiber protein (CDS_0029) dehydrogenase (CDS_0034) 36Menshen__NsnB (CDS_0037) 40 42 43 44
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IMGVR_UViG_640963006_000005|640963006|640964448|42728-85407: 20,454-40,498 (+)
Menshen_NsnC_2726213746 (CDS_0038)

MTase_I1_.00141 Type (CDS_0035) dehydrogenase (CDS_0040) Cox-like excisionase and repressor (CDS_0045)
dehydrogenase (CDS_0034) 36Menshen_NsnB (CDS_0037) 39 41 42 43 T 49
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IMGVR_UViG_2718218484_000002|2718218484|2718229328|207977-250151: 20,454-40,364 (+)
Avd protein of DGR (CDS_0029)

RT_[I-AM_III-B_2 (CDS_0030) dehydrogenase (CDS_0036)
tail protein (CDS_0028) \ &l dehydrogenase (CDS_0035) 37 38
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IMGVR_UViG_2531839020_000001|2531839020|2531842725|29848-64377:19,011-33,207 (+)
Flagella (VF0519) (CDS_0031)
tRNA-Leu(TAG)
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IMGVR_UViG_640963005_000003|640963005[640964838|69736-105286: 18,885-33, 369( )
Flagella (VF0519) (CDS_0031)
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IMGVR_UViG_2636415432_000004|2636415432|2636419597|427-35298: 18,885-32,690 (+)

Flagella (VF0519) (CDS_0031)
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IMGVR_UViG_2531839293_000005|2531839293]2531884710|3-34757:18,885-32,573 (+)

baseplate protein (CDS_0031)
Flagella (VF0519) (CDS_0032)
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Flagella (VF0519) (CDS_0033)

34 35 36
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TemPhD_cluster_43380: 20,486-34,245 (+)

Flagella (VFO519) (CDS_0031)

32 33 34
OB — @ DD
TemPhD_cluster_43689:18,861-32,143 (+)

Flagella (VF0519) (CDS.0031)
32 33 34 35

e e — (L1
IMGVR_UViG_2636416100_000007|2636416100|2636576792|288336-323424: 18,833- 32 817 (+)
Flagella (VF0519) (CDS_0035)

36 37 39
| I 1 § [ 8§ |
TemPhD_cluster_43435:20,636-34,044 (+)

integrase (CDS_0033)
Flagella (VFO519) (CDS_0032) 34
oD o O— @ oD
TemPhD_cluster_62644 :18,887-32,326 (+)

Flagella (VFO519) (CDS_0033)
3132 34 35

IMGVR_UViG_2521172727_000001|2521172727|2521194632|1478247-1510898: 18,674-31,326 (+)

integrase (CDS_0032)
31 33 34 3536

KF361475.1:18,927-32,370 (+)
transposase (CDS_0034)
Flagella(VF0519) (CDS 0033)35 36 37 38
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I
IMGVR_UViG_647533244_000007|647533244(647533272|68759-105164:19,402- 34012( )

integrase (CDS_0034)
3233 35

IMGVR_UViG_2711768117_000002(2711768117|2711790637:18,930-31,753 (+)
8000 nt i
DNA, RNA and nucleotide metabolism integration and excision other tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)
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